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<110> Ikeda, Keiko 

<120> Cytoplasmic Polyhedrosis Virus Protein Complex of a Polyhedrin 
and a VP3 Polypeptide 

<130> 052777 
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<141> 2009-04-13 

<15 0> PCT7 JP20 04/0 00 032 

<151> 2005-07-10 

<160> 2 

<170> Patentln version 3.5 

<210> 1 

<211> 3259 

<212> DNA 

<213> Bombyx mori cytoplasmic polyhedrosis virus (strain H) 



<400> 1 

agtaatttcc accatgtggc attatacgag tatcaacaat gacacgagag tagcacttga 60 

ccccaaaccg aatcaaatta gaacgataac aaaaccaaac acagtacctc aactcggcac 120 

agactatttg tatactttca actcacaacg acgatcacac acgttacgac tactagggcc 180 

ttttcagtac ttcaacttct ccgagacaga tagaggacat ccattatttc gcctacctct 240 

taagtatcca tcaaaagcaa taccagcaga tgagttaatt gacaatttac actcatggat 300 

gcgttcagtt catctattac acgtacgctc ggaagacaac acgctacgtt acaactggat 360 

gttaggtgtg tacgcgcgct caactaatta cactacacca gtcggacagt tggtagttaa 420 

tgcgccagcg attctcaact attctaatcc gcaagatgca ttcaatagtg tatttgtagc 480 

gttaggtata gactacattg atataccgat aactaacagc aacatctttg acgacagttc 540 

gacaccctat aatgttcgta tttggcatgc ccctactatg acggaggtta accatatcct 600 

tgcgctaatg cgaaagagta cactggtatc aacacattca tcttggcatt gggatgtatt 660 

acatacgttt cactatagga gcgaatcaga tatgatcgat cactttgcgg ctaagatact 720 

ggaagattgg cgacagaaag agaaacttga taagggcgca ttagtcgagg ctgatagagt 780 

ggttcaaaga ctaataccat tgagctcttc aacatatgtg cagcgtttag cagcgatcgg 840 

cgcgttatat cccaatgaat tcaccgagaa tgtattggac ttgagcagac tttcaacagc 900 

attattgcaa ctatcagata cgtactatca acatgcaaat gatcaactca gacgtttata 960 



tagacgtatg tataacgact caaggacgtt gtatatgaca caaagacatc aggagctact 1020 

gctagcacaa ataactgccg atccgaatat acttttatat ccatatacat acatatttac 1080 

aactgcgtat acttctatga actatatctc caatacaggg caaggccgta taaagcattc 1140 

actagctgtt actggaacaa ctgagcatac tatagcagac ataacattgg gtccaatgag 1200 

tgaggatgta gttaccatat ctatggtcga gccaatgagc atagctgcgg aggatatgta 12 60 

tggatacgtg cttgatacgc cgacacgtga catctggcca gcggacgaac agatagagca 1320 

aaagggagac gcggtcgctt tgtatgatac aaaaacatct agagcactgg gcatgttcaa 1380 

caacactgta cgtattgacg acttgttgtc tccgctatta ggcctggttt acagaacgta 1440 

cattaaaggc gatacaatga ctatgaccca gggcagtttg gatcacctaa ctttatgtgc 1500 

agcagttgat tcagacatca cttttgtggg taacaggatg atagcgccat tggcagaggg 1560 

atatataccc aaagcgatgc atcggaataa ttcaacgatg aaaatgctca gtttatacgt 1620 

ggcattgaaa aagttagaaa attttacaac caattcatat ctaatggctc cggatacatc 1680 

cattatcttg ctcggtgcag agagagaacc cgctgtaagt atattgcgaa gatttaatcg 1740 

tagcgtttct aatgtacgca taatcggaat gggagacaga gcagtcgagc ctaacattag 1800 

ggttcgtgtg ccattcccta tagataaaaa catctcggct gatttcatca tatgtgatat 1860 

taactcctat gaggaccaga gttttgagtc catgttcggt gagactatat cggtagtgac 1920 

tacatgcgct agcgccgcga cacgtgtact tgtgaagatt aatcatccat ctgaatatat 1980 

gataaacagt gtaattgagc ggctatcaca attgggaggt gtgttttatc acactgcact 2040 

actgaagaca gcttcgcaga acccatactc atacgaaaca tatatctaca ttacacctat 2100 

agctgcggca gttaggttcc ccttttacag caactctgct ataattaata gatacatgac 2160 

tgcagtggca gatgatgaga cgcctataat tcccagcatc catacagtta ttaaggggca 2220 

tagtaacaca tactcacctg gtttgttctg tggatgtatt gacgtacaat cggcgccatt 2280 

cgcactttca cagctaaaat cctattgctc agaagcgaca acctggcgcg ttgacagtga 2340 

cgataactta gttaacatca ttgccagaat tgatcccgcg cgtatagctt tggaatttcg 2400 

aacacgctca aatactagcg cctatcatga ataccaacgc tatgtaccaa atggactcgg 2460 

ctttaaaggg cggaagacgc gagagtttag gtatatacat cgtgaggtaa catttataca 2520 

taaactgatg acatatgctt taatacgaga gcagatatca ttaactgaaa acatgactca 2580 

agtggtaagt attggcggcc gtaacctcgc tgatatatct gtcgtccctc ttaatatgaa 2640 



atacgtggtg atagacccag ccacacgtat cgaaacgtta acgcaggaaa agaagaatat 2700 

tgaagtacaa tctagaccat tctcatttga tgcggcaagc atggatttag agaataattc 2760 

tatatatcta tttatcgcag taatcatgaa tgaaccaaat ggagcagcta ctcccgccag 2820 

aacgcaaatg gataagatac gtaatgttgc cacagctatg ctaaccagga ctaactgcgt 2880 

cgcatacatt tcgttttacg aggcagggat aatcacaaga ttggatcaat caaccgcgca 2 940 

taagactata cgtgttgaag aaggtcgact gaaagtggca aattatgtac ccgtggatac 3000 

gctcgttgaa gcagacgtga cgttgatgtt acgcgatatc ggcataacac atgagataat 3060 

aagaccatcg acgcctgaac tcataaatgc ctgttcaaac tatggcattc gcctaggttc 3120 

gacaggtggc gcggttttgg acgtgttcaa tcactactct cccgtgatca aacttgtacg 3180 

ctcgtaatgc tgagtcttaa ccacaggagt tgaggagctc tgtcccggga gggacactgt 3240 

ggggtgggaa acgttagcc 3259 



<210> 2 
<211> 1057 
<212> PRT 

<213> Bombyx mori cytoplasmic polyhedros is virus (strain H) 
<400> 2 

Met Trp His Tyr Thr Ser lie Asn Asn Asp Thr Arg Val Ala Leu Asp 
15 10 15 



Pro Lys Pro Asn Gin lie Arg Thr lie Thr Lys Pro Asn Thr Val Pro 

20 25 30 



Gin Leu Gly Thr Asp Tyr Leu Tyr Thr Phe Asn Ser Gin Arg Arg Ser 
35 40 45 



His Thr Leu Arg Leu Leu Gly Pro Phe Gin Tyr Phe Asn Phe Ser Glu 
50 55 60 



Thr Asp Arg Gly His Pro Leu Phe Arg Leu Pro Leu Lys Tyr Pro Ser 
65 70 75 80 



Lys Ala lie Pro Ala Asp Glu Leu lie Asp Asn Leu His Ser Trp Met 
85 90 95 



Arg Ser Val His Leu Leu His Val Arg Ser Glu Asp Asn Thr Leu Arg 
100 105 110 



Tyr Asn Trp Met Leu Gly Val Tyr Ala Arg Ser Thr Asn Tyr Thr Thr 
115 120 125 



Pro Val Gly Gin Leu Val Val Asn Ala Pro Ala lie Leu Asn Tyr Ser 
130 135 140 



Asn Pro Gin Asp Ala Phe Asn Ser Val Phe Val Ala Leu Gly lie Asp 
145 150 155 160 



Tyr lie Asp lie Pro lie Thr Asn Ser Asn lie Phe Asp Asp Ser Ser 
165 170 175 



Thr Pro Tyr Asn Val Arg lie Trp His Ala Pro Thr Met Thr Glu Val 
180 185 190 



Asn His lie Leu Ala Leu Met Arg Lys Ser Thr Leu Val Ser Thr His 
195 200 205 



Ser Ser Trp His Trp Asp Val Leu His Thr Phe His Tyr Arg Ser Glu 
210 215 220 



Ser Asp Met lie Asp His Phe Ala Ala Lys lie Leu Glu Asp Trp Arg 
225 230 235 240 



Gin Lys Glu Lys Leu Asp Lys Gly Ala Leu Val Glu Ala Asp Arg Val 
245 250 255 



Val Gin Arg Leu lie Pro Leu Ser Ser Ser Thr Tyr Val Gin Arg Leu 

260 265 270 



Ala Ala lie Gly Ala Leu Tyr Pro Asn Glu Phe Thr Glu Asn Val Leu 
275 280 285 



Asp Leu Ser Arg Leu Ser Thr Ala Leu Leu Gin Leu Ser Asp Thr Tyr 
290 295 300 



Tyr Gin His Ala Asn Asp Gin Leu Arg Arg Leu Tyr Arg Arg Met Tyr 
305 310 315 320 



Asn Asp Ser Arg Thr Leu Tyr Met Thr Gin Arg His Gin Glu Leu Leu 

325 330 335 



Leu Ala Gin lie Thr Ala Asp Pro Asn lie Leu Leu Tyr Pro Tyr Thr 
340 345 350 



Tyr lie Phe Thr Thr Ala Tyr Thr Ser Met Asn Tyr lie Ser Asn Thr 
355 360 365 



Gly Gin Gly Arg lie Lys His Ser Leu Ala Val Thr Gly Thr Thr Glu 

370 375 380 



His Thr lie Ala Asp lie Thr Leu Gly Pro Met Ser Glu Asp Val Val 
385 390 395 400 



Thr lie Ser Met Val Glu Pro Met Ser lie Ala Ala Glu Asp Met Tyr 
405 410 415 



Gly Tyr Val Leu Asp Thr Pro Thr Arg Asp lie Trp Pro Ala Asp Glu 
420 425 430 



Gin lie Glu Gin Lys Gly Asp Ala Val Ala Leu Tyr Asp Thr Lys Thr 
435 440 445 



Ser Arg Ala Leu Gly Met Phe Asn Asn Thr Val Arg lie Asp Asp Leu 
450 455 460 



Leu Ser Pro Leu Leu Gly Leu Val Tyr Arg Thr Tyr lie Lys Gly Asp 
465 470 475 480 



Thr Met Thr Met Thr Gin Gly Ser Leu Asp His Leu Thr Leu Cys Ala 
485 490 495 



Ala Val Asp Ser Asp lie Thr Phe Val Gly Asn Arg Met lie Ala Pro 
500 505 510 



Leu Ala Glu Gly Tyr lie Pro Lys Ala Met His Arg Asn Asn Ser Thr 
515 520 525 



Met Lys Met Leu Ser Leu Tyr Val Ala Leu Lys Lys Leu Glu Asn Phe 
530 535 540 



Thr Thr Asn Ser Tyr Leu Met Ala Pro Asp Thr Ser lie lie Leu Leu 
545 550 555 560 



Gly Ala Glu Arg Glu Pro Ala Val Ser lie Leu Arg Arg Phe Asn Arg 



565 570 575 



Ser Val Ser Asn Val Arg lie lie Gly Met Gly Asp Arg Ala Val Glu 
580 585 590 



Pro Asn lie Arg Val Arg Val Pro Phe Pro lie Asp Lys Asn lie Ser 
595 600 605 



Ala Asp Phe lie lie Cys Asp lie Asn Ser Tyr Glu Asp Gin Ser Phe 
610 615 620 



Glu Ser Met Phe Gly Glu Thr lie Ser Val Val Thr Thr Cys Ala Ser 
625 630 635 640 



Ala Ala Thr Arg Val Leu Val Lys lie Asn His Pro Ser Glu Tyr Met 
645 650 655 



lie Asn Ser Val lie Glu Arg Leu Ser Gin Leu Gly Gly Val Phe Tyr 
660 665 670 



His Thr Ala Leu Leu Lys Thr Ala Ser Gin Asn Pro Tyr Ser Tyr Glu 
675 680 685 



Thr Tyr lie Tyr lie Thr Pro lie Ala Ala Ala Val Arg Phe Pro Phe 
690 695 700 



Tyr Ser Asn Ser Ala lie lie Asn Arg Tyr Met Thr Ala Val Ala Asp 
705 710 715 720 



Asp Glu Thr Pro lie lie Pro Ser lie His Thr Val lie Lys Gly His 
725 730 735 



Ser Asn Thr Tyr Ser Pro Gly Leu Phe Cys Gly Cys lie Asp Val Gin 
740 745 750 



Ser Ala Pro Phe Ala Leu Ser Gin Leu Lys Ser Tyr Cys Ser Glu Ala 
755 760 765 



Thr Thr Trp Arg Val Asp Ser Asp Asp Asn Leu Val Asn lie lie Ala 
770 775 780 



Arg lie Asp Pro Ala Arg lie Ala Leu Glu Phe Arg Thr Arg Ser Asn 
785 790 795 800 



Thr Ser Ala Tyr His Glu Tyr Gin Arg Tyr Val Pro Asn Gly Leu Gly 
805 810 815 



Phe Lys Gly Arg Lys Thr Arg Glu Phe Arg Tyr lie His Arg Glu Val 
820 825 830 



Thr Phe lie His Lys Leu Met Thr Tyr Ala Leu lie Arg Glu Gin lie 
835 840 845 



Ser Leu Thr Glu Asn Met Thr Gin Val Val Ser lie Gly Gly Arg Asn 
850 855 860 



Leu Ala Asp lie Ser Val Val Pro Leu Asn Met Lys Tyr Val Val lie 
865 870 875 880 



Asp Pro Ala Thr Arg lie Glu Thr Leu Thr Gin Glu Lys Lys Asn lie 
885 890 895 



Glu Val Gin Ser Arg Pro Phe Ser Phe Asp Ala Ala Ser Met Asp Leu 
900 905 910 



Glu Asn Asn Ser lie Tyr Leu Phe lie Ala Val lie Met Asn Glu Pro 
915 920 925 



Asn Gly Ala Ala Thr Pro Ala Arg Thr Gin Met Asp Lys lie Arg Asn 
930 935 940 



Val Ala Thr Ala Met Leu Thr Arg Thr Asn Cys Val Ala Tyr lie Ser 
945 950 955 960 



Phe Tyr Glu Ala Gly lie lie Thr Arg Leu Asp Gin Ser Thr Ala His 
965 970 975 



Lys Thr lie Arg Val Glu Glu Gly Arg Leu Lys Val Ala Asn Tyr Val 
980 985 990 



Pro Val Asp Thr Leu Val Glu Ala Asp Val Thr Leu Met Leu Arg Asp 
995 1000 1005 



lie Gly lie Thr His Glu lie lie Arg Pro Ser Thr Pro Glu Leu 
1010 1015 1020 



lie Asn Ala Cys Ser Asn Tyr Gly lie Arg Leu Gly Ser Thr Gly 
1025 1030 1035 



Gly Ala Val Leu Asp Val Phe Asn His Tyr Ser Pro Val lie Lys 
1040 1045 1050 



Leu Val Arg Ser 
1055 



